Web servers allow biologists to perform various tasks on-line over the Internet such as 1) access/retrieval of data from biological databases, 2) sequence analysis, 3) homology searching, 4) protein modelling, and 5) gene prediction. The number of web servers of biological interest in the public domain is rapidly increasing. In order to keep track of these web servers, we created a database called PDWSB. This database collects and maintains information on web servers in biology. Presently, this database contains information about more than 700 web servers. All web servers are classified in categories based on their function. In order to provide a user-friendly interface, a search engine has been developed to retrieve information from PDWSB (www.imtech.res.injpdwsb). An email server was also developed to extract information from the database via email (freeware@ imtech.chd.nic.in). PDWSB provides a platform to the authors of a web server, from which they can distribute information about their server rapidly.
Introduction
Bioinformatics is the convergence of two technology revolutions: the explosive growth in biotechnology paralleled by the explosive growth in information technology (1-3). In the last 10 years, both the size of sequence databases (e.g., GenBank) and the power of computers have been doubling at about the same rate: every 18-24 months. The Internet has radically affected the way data are provided, handled, and analyzed. This powerful combination of data and tools, which allow easy access and analysis has changed and will continue to change our approach to the design and practice of biological research (4).
One of the major challenges for researchers or academicians working in the field of bioinformatics is to manage the growing biological resources available on the Internet. It is important for the bench scientist working in biology to have easy and efficient ways of wading through the data and finding what is important to his or her research. Broadly, the information on the Internet can be divided into two categories: static and dynamic. The static information is that found in the form of web pages, where one can read the information on web pages as provided by its author. It is also called a one-way flow of information. On the other hand, dynamic web servers allow the user to retrieve desired information from databases. These dynamic web servers provide an interface between user and database. For example, almost all databases in molecular biology are accessible via a web browser (5,6).
Dynamic web servers are not limited to the access of information over the Internet, but also provide online computational tasks like 1) genome analysis, 2) protein structure prediction and, 3) protein sequence analysis (7, 8) . In order to utilize the full potential of this powerful resource, it is important to mange information on web servers. Recently, a comprehensive catalog of biological databases called DBcat was created, which contains information on roughly 500 databases in the form of a structured flat-file (5,6). There are a number of search engines that maintain information about web pages and web servers. It is difficult for biologists to extract useful information from these general-purpose search engines.
This paper describes a database that collects and maintains information on web servers of biological interest that are in the pubic domain and that are free for potential users. This is a humanedited database that allows a user to search the database by keyword server will be useful for their 
